Characterization of current climatic niche and range dynamics
We combined presence-only data (46 points for coryphaeus and 17 points for cinerea) with climatic layers to first model the current distribution of the Karoo Scrub-Robin and the two subspecies at a resolution of 1 km 2 using ten independent bioclimatic variables (Pearson's correlation coefficient r < 0.70) produced by Hijmans et al. (2005) . The accuracy of the models was assessed by partitioning the occurrence data into training (80%) and testing (20%) subsets, as well as by estimating the "area under the receiver operating curve" -AUC.
Point-locality data used in these models were obtained primarily from our field expeditions and supplemented with a few records from colleagues (Peter Nupen, Dawie de Swardt and Gordon Schultz, personal communication). Although museum specimens were available, the geographic coordinates were not detailed and thus, we chose to have fewer, but more accurate points. The potential paleo-geographical range of the species and subspecies were inferred by projecting the current model into two time periods, representing the extreme climatic conditions during the Quaternary: the Last Glacial Maximum (21 000 years before presentybp) and Holocene Optimum (6 000 ybp). Data from the Paleoclimatic Modelling
Intercomparison Project ECHAM3, downscaled at the 30 s (1 km 2 ) resolution were used to reconstruct the past climate surfaces.
Genetic data surveyed -nuclear introns
PCR-amplifications were performed in a total volume of 10 µl with 10-20 ng of genomic DNA, GeneAmp 10x PCR Gold Buffer, 2.0-2.5 mM MgCl 2 , 0.3 mM of each dNTP, primer concentrations of 0.15 mM and 0.5 units of Taq polymerase (Roche). The thermocycling profile comprised an initial denaturizing step at 95°C for 3 min followed by 35 cycles at 95°C
for 30 seconds, a locus-specific annealing temperature of 55°C-60°C for 30 seconds, and 72°C for 30 seconds, with a final 7 min extension step at 72°C. PCR products were cycle sequenced in both forward and reverse directions using the ABI BigDye Terminator Kit v3.1 (Applied Biosystems) and then analyzed on an AB3730 automated sequencer. Sequences were then edited and aligned using CodonCode Aligner v3.5.2 (CodonCode Corporation) and Geneious Pro v5.0 (Biomatters Ltd). We validated several rare alleles (low frequency variants) by repeating the amplification and sequencing protocols. Multiple lengthpolymorphisms were found at the locus 26438. We thus truncated the sequences at the first indel.
Intragenic recombination
Under the infinite sites model (ISM; Kimura 1969) the occurrence of recombination between two polymorphic sites at a given locus will originate four different haplotypes: two recombinants and two parental (Hudson and Kaplan 1985) . This expectation is used in the four-gamete test to estimate the minimum number of recombinant events observed within each locus. However, during population growth the increasing number of mitotic events, and hence mutations, is likely to create new haplotypes that mimic recombination. Under such a demographic scenario the ISM is violated and recombination events can be overestimated.
Therefore, besides using the four-gamete test to detect intragenic recombination events, we also used the Φw statistic; the latter test (Φw) measures the genealogical similarity between closely linked sites and thus discerns whether it is due to recurrent mutation or recombination. 
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